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ccacgcgtcc gggacgccgt tctctcccgc ggaattcagg tttacggccc tgcgggttct 60 
cagagaattt ctagaatttg gaatcgagtg cattttctga catttgagta cagtacccag 120 
gggttcttgg agaagaacct ggtcccagag gagcttgact gaccataaaa atgagtactg 180 
cagatgcact tgatgatgaa aacacattta aaatattagt tgcaacagat attcatcttg 24 0 
gatttatgga gaaagatgca gtcagaggaa atgatacgtt tgtaacactc gatgaaattt 300 
taagacttgc ccaggaaaat gaagtggatt ttattttgtt aggtggtgat ctttttcatg 360 
aaaataagcc ctcaaggaaa acattacata cctgcctcga gttattaaga aaatattgta 420 
tgggtgatcg gcctgtccag tttgaaattc tcagtgatca gtcagtcaac tttggtttta 480 
gtaagtttcc atgggtgaac tatcaagatg gcaacctcaa catttcaatt ccagtgttta 540 
gtattcatgg caatcatgac gatcccacag gggcagatgc actttgtgcc ttggacattt 600 
taagttgtgc tggatttgta aatcactttg gacgttcaat gtctgtggag aagatagaca 660 
ttagtccggt tttgcttcaa aaaggaagca caaagattgc gctatatggt ttaggatcca 72 0 
ttccagatga aaggctctat cgaatgtttg tcaataaaaa agtaacaatg ttgagaccaa 780 
aggaagatga gaactcttgg tttaacttat ttgtgattca tcagaacagg agtaaacatg 840 
gaagtactaa cttcattcca gaacaatttt tggatgactt cattgatctt gttatctggg 900 
gccatgaaca tgagtgtaaa atagctccaa ccaaaaatga acaacagctg ttttatatct 960 
cacaacctgg aagctcagtg gttacttctc tttccccagg agaagctgta aagaaacatg 1020 
ttggtttgct gcgtattaaa gggaggaaga tgaatatgca taaaattcct cttcacacag 1080 
tgcggcagtt tttcatggag gatattgttc tagctaatca tccagacatt tttaacccag 1140 
ataatcctaa agtaacccaa gccatacaaa gcttctgttt ggagaagatt gaagaaatgc 1200 
ttgaaaatgc tgaacgggaa cgtctgggta attctcacca gccagagaag cctcttgtac 1260 
gactgcgagt ggactatagt ggaggttttg aacctttcag tgttcttcgc tttagccaga 1320 
aatttgtgga tcgggtagct aatccaaaag acattatcca ttttttcagg catagagaac 1380 
aaaaggaaaa aacaggagaa gagatcaact ttgggaaact tatcacaaag ccttcagaag 1440 
gaacaacttt aagggtagaa gatcttgtaa aacagtactt tcaaaccgca gagaagaatg 1500 
tgcagctctc actgctaaca gaaagaggga tgggtgaagc agtacaagaa tttgtggaca 1560 
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1 5 



<210> 8 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<220> 

<2 21> MOD_RES 
<222> (2) 

<223> Xaa = lie or Leu 
<400> 8 

Glu Xaa Leu Ser Asp 
1 5 



6 



<210> 9 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<400> 9 

Val Asn Tyr Glx Asp 
1 5 



<210> 10 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<400> 10 

Asn lie Ser lie Pro Val Phe 
1 5 



<210> 11 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<400> 11 

Gly Asn His Asp Asp 
1 5 



<210> 12 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<22 0> 

<2 21> MOD_RES 
<222> (1) 

<223> Xaa = Val or lie 
<220> 

<2 21> MOD_RES 
<222> (6) 

<22 3> Xaa = Arg or Lys 
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<400> 12 

Xaa Asn His Phe Gly Xaa 
1 5 



<210> 13 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<220> 

<221> MOD_RES 
<222> (7) 

<223> Xaa = He or Leu 
<400> 13 

Gin Lys Gly Ser Thr Lys Xaa Ala Leu Tyr Gly Leu 
1 5 10 



<210> 14 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<220> 

<2 21> M0D_RES 
<222> (5) 

<223> Xaa = Tyr or Phe 
<400> 14 

Asp Glu Arg Leu Xaa Arg 
1 5 



<210> 15 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<400> 15 
Trp Phe Asn Leu 
1 



<210> 16 
<211> 7 
<212> PRT 

<213> Artificial Sequence 



8 



<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<220> 

<221> MOD_RES 
<222> (2) 

<223> Xaa =s lie or Leu 
<400> 16 

Phe Xaa Pro Glu Gin Phe Leu 
1 5 



<210> 17 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 



<220> 








<221> 


MOD 


„RES 




<222> 








<223> 


Xaa 


= lie 


or Leu 


<220> 








<221> 


MOD 


RES 




<222> 


(5)~ 






<223> 


Xaa 


= Leu 


or Met 


<400> 


17 







Asp Phe Xaa Asp Xaa Val lie Trp Gly His Glu His Glu Cys 
15 10 



<210> 18 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MRE11 
peptide 

<400> 18 

Gin Pro Gly Ser Ser Val 
1 5 



<210> 19 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
duplex substrate for MRE11 plate-based assay 
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<220> 

<221> modif ied_base 
<222> (1) 

<223> n = c modified by biotin 
<220> 

<221> modif ied_base 
<222> (27) 

<223> n = 5-bromo-2 ' -deoxyuridine 
<220> 

<221> modif ied_base 
<222> (40) 

<223> n = 5 -bromo -2 1 -deoxyuridine 
<400> 19 

nagccagaca gtggagtact accacbngtg tggcccaggn c 



<210> 20 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
duplex substrate for MRE11 plate-based assay 

<400> 20 

gacctgggcc acacagtggt agtactccac tgtctggctg 



<210> 21 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : poly Gly 
flexible linker 

<220> 

<221> MODJRES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 

<400> 21 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

15 10 15 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

20 25 30 

Giy Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

35 40 45 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

50 55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
65 70 75 80 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
85 90 95 
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Gly Gly 

Gly Gly 

Gly Gly 
130 
Gly Gly 
145 

Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
100 
Gly Gly 
115 

Gly Gly 

Gly Gly 

Gly Gly 

Gly Gly 
180 
Gly Gly 
195 



Gly Gly 

Gly Gly 

Gly Gly 

Gly Gly 
150 
Gly Gly 
165 

Gly Gly 
Gly Gly 



Gly Gly Gly 
105 

Gly Gly Gly 
120 

Gly Gly Gly 
135 

Gly Gly Gly 

Gly Gly Gly 

Gly Gly Gly 
185 

Gly Gly 
200 



Gly Gly Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
155 
Gly Gly 
170 

Gly Gly 



Gly Gly 
125 
Gly Gly 
140 

Gly Gly 



Gly Gly 
Gly Gly 



Gly Gly Gly 
110 

Gly Gly Gly 

Gly Gly Gly 

Gly Gly Gly 
160 

Gly Gly Gly 
175 

Gly Gly Gly 
190 
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